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Predicted mutational abundance from 500 hybrid deterministic-stochastic simulations of IDV monotherapy.The model for IDV monotherapy was simulated using a hybrid deterministic-stochastic algorithm to compute 500 realizations (see Supplementary Text S1). The predicted fractional abundance of different mutations are shown. The median of the mechanistic waiting times to the mutations correlated well with the statistical average waiting times (r = 0.98, p-value = 0.0006, see Supplementary Table S6 ).
